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Figures FIG S1
Relative abundance of sequence reads assigned to the major bacterial phyla in the gut microbiota of cockroaches, lower termites, and higher termites. The color scale is linear. Numbers indicate host species (see Table 1 or Table S2 ). Symbols indicate lifestyle: (), wood feeding (), grass feeding (Δ), soil/humus feeding (), and fungus cultivating (). The schematic tree shows a simplified host phylogeny of the major host lineages (a, other cockroaches; b, Blattidae; c, Cryptocercidae; d, Mastotermitidae; e, Termopsidae; f, Hodotermitidae; g, Kalotermitidae; h, Rhinotermitidae; i, Macrotermitinae; j, Apicotermitinae; k, Termitinae; l, Nasutitermitinae). The red branches mark the presence of cellulose-digesting flagellates.
FIG S2
Comparison of bacterial community structure in cockroaches and termites using various ordination techniques and taxon-independent (OTU-based) approaches. Non-metric multidimensional scaling (NMDS) of a pairwise Bray-Curtis dissimilarity distance matrix based on genus-level taxa (a) (relative abundance of 16S rRNA genes) or on the distribution of operational taxonomic units (OTUs) with 3% (b) and 5% sequence divergence (c). Principal coordinate analysis of the unweighted (d-f) and weighted (g-i) UniFrac distance matrix (normalized dataset); the variance explained by the three principal coordinates (PC) is indicated on the respective axes.
Numbers indicate host species (see Table 1 or Table S2 ). Clustering of cockroaches, lower termites and different subfamilies of higher termites was significant in all analyses (p < 0.001). a The contribution to the overall clustering in a PCA analysis, expressed as the fraction of the total variance explained by this particular genus.
Tables
b Fraction of reads in all samples belonging to a particular taxon (normalized samples).
c To increase sensitivity, datasets were not subsampled for the core analysis.
